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Figure 1. Triglyceride content of a Drosophila CG7956 (GadFIy Accession Number) 
mutant 
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Figure 3, BLASTP results for CG7956 (GadFly Accession Number) 

Homology to human protein NPJ>55752.1 (GenBank Accession Number) 

ref |NP_055752.l| (NM_014937) KIAA0966 protein [Homo sapiens] 
Length =1132 

Score = 573 bits (1477) , Expect = e-162 

Identities = 354/972 (36%), Positives = 514/972 (52%), Gaps = 114/972 (11%) 

Query: 1 MEVFQTDSHYIFVKRDKSLW^ 60 

ME+FQ HYI + +++LW RR ++ DL + C+G+ G++G I L + 

Sbjct: 1 MELFQAKDHYILQQGERALWCSRRDGGLQLRPATDLLLAWNPICLGLVTS 60 

Query: 61 YEPHLVVVKEAS AVGVLYP PHLVYKI KS ICI L S ADD PDTDLPNCTKHTKSNQSTPTH 117 

L+++++ + VG L H V K+ I +LS + D +L C KH 
Sbjct: 61 LPVWLILIRQKALVGKIiPGDHWCKVTKIAVLSLSEMEPQDLEL.ELCKKH 110 

Query: 118 SVSTSNNl^ASVPSSGC^S SKSTKLFEGMNKTWGAVKSAGNT IKNTTQQAANLATKQ 174 

G+NK + S ++ +K T +N+ + 
Sbjct: 111 - HFGINKPEKI I PS PDDSKFLLKTFTHIKSNVS APN 145 

Query: 175 VKSSVGIREPRHIERRITEELHKIFDETDSFYFSFDCDITNNLQRHEAKSEESQ SQP 231 

K +E +ERR+ EEL K+F + ++SFY+S D+TN++QR + + + 

Sbjct: 146 KXKVKESKEKEKLERRLLEELLKMFI^SESF 205 

Query: 232 DERFFWNKHMIRDLINLNDKT WILPII QGFMQVENCVT G 270 

D+RFFWNK+MI+DL + WI+P+IQGF+Q+E V+ 

Sbjct: 206 DDRFFWNKYMI QDLTEI GTPDVDFWI I PMI QGFVQI EELWNYTES SDDEKS S PET P PQE 265 

Query: 271 NEC FTLALVSRRSRHRAGTRYKRRGVDEKG^CAIJYVETEQILSFRHHQLSFTQ 323 

+ C F +AL+SRRSRHRAG RYKRRGVD+ GN ANYVETEQ+ + +H LSF Q 

Sbjct: 2 66 STCVDDIHPRFLVAIjI SRRSRHRAGMRYKRRGVDKNGI^ANYVETEQL IHVHNHTLS FVQ 325 

Query: 324 VRGSVPI YWSQPGYKYRP PPRDDRGVAETQQAFELHFTKELETYGRVC IVNLVEQSGKEK 383 

RGSVP++WSQ GY+Y P PRLDR ET F HF ++D Y + I+NLV+Q+G+EK 
Sbjct: 326 TRGSVPVFWSQVGYRYNPRPRLDRSEKETVAYFCAHFEEQIJSriYKKQVIINLVDQAGFm 385 

Query: 3 84 TIGDAYADHVIKLNNDRL I YVTFDFHDYCRGMRFENVSAL IDAVGPEAGAMGFHWRDQRG 443 

IGDAY V+ NN L YV+ FDFH+ + CRGM+ FENV L DA+ M + W D+ G 

Sbjct: 386 IIGDAYLKQVLLFI^SHLTYVSFDFHEHCRGMK^ 445 

Query: 444 MI CNQK S VFRVNCMDC LDRTNWQT AI GKAVL ES QLVKLGL S P P YT P X PEQLKS PFMVLW 503 

+ IC Q+ +FRVNCMDCLDRTNWQ AI + V+E QL KLG+ PP P+P + + ++W 
Sbjct: 446 VICKQEGIFRVNCMDCLDRTNWQAAIARVVMEQQLKKLGVMPPEQP^ 505 

Query: 504 ANNGDI I SRQYAGTNALKGDYTRTGERKISGMMKDGMNS ANRYYLARFKDSYRQATIDLM 563 

ANNGD ISRQYAGT ALKGD+TRTGERK++G+MKDG+NSANRYYL RFKD+YRQA IDLM 
Sbjct: 506 AI^GDSISRQYAGTAALKGDFTRTGERKLAGVMKDGV^ 565 

Query: 5 64 LGNQVSSESLSALGGQAGPD ENDGTENAEQAKLLVEDCRRLLLGTAQYPVGAWGIilD 620 

G V+ + S + + + + + E L+ + +LLL + G W LID 
Sbjct: 566 QGIPVTEDLYSIFTKEKEHEALHKENQRSHQELISQLLQSYMKLLLPDDEKFHGGWALID 625 

Query: 621 ADPSSGDINETE\H!)TILLLTDDCYIVAEYDSHLDKIVIIFEKVQLTQVRLIEIX3MHQQTKI 680 

DPS D +VD +LLL++ Y VA YD +DK+ ++ +++ L + IE+G + + 
Sbjct: 626 CDPSLIDATHRDVDVLLLLSNSAYYVAYYDDEVDKVNQYQRLSLENLEKIEIG--PEPTL 683 
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Query: 
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Sbjct : 


684 
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741 
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732 
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792 
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789 
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848 
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845 


Query: 


903 
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? C+RL+Y E GYFH R A + +E+ +++ I EM + 
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Figure 5. Triglyceride content of a Drosophila aralar 1 (GadFly Accession Number 
CG2139) mutant 
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Figure 7. Homology of Drosopila aralar 1 (GadFly Accession Number CG2139) to 
human solute carrier family 25, members 12 and 13 

Figure 7A. BLASTP results for aralar 1 

Homology to human protein XPJ>108763 (GenBank Accession Number) 

ref |XP_010876.3 | (XM_010876) solute carrier family 25 (mitochondrial carrier, 
Aralar) , member 12 [Homo sapiens] 
Length = 678 

Score = 741 bits (1913), Expect = 0.0 /OQ . v 
Identities = 382/650 (58%), Positives = 488/650 (74%), Gaps =14/650 (2%) 

Query 1 MTSEDF\n*KFLGLFSESAFNDES^ 60 

MT EDFV+++LGL+++ N + V+LLA +AD +KDGLIS+ EF AFE +LC PD+++ 
Sbjct: 34 MTPEDFVQRYLGLY1TOPNSNPKIVQLLAG 93 

Query- 61 AFQLFDRKGNGWS YADFADVVQKTELHSKI PFSLDGPF IKRYFGDKKQRLINYAEFTQL 120 

AFQLFD+ GNG V+ + + ++ +T +H IPF+ D FI+ +FG +++ +NY EFTQ 
Sbjct: 94 AFQLFDKSGNGEVTFENVKEIFGQTIIHHHIPFNWDCE^ 153 

Query: 121 LHDFHEEHAMEAFRSKDPAGTGFI S PLDFQDI IVNVKRHLLTPGVRDNLVS VTEG HK 177 

L + EHA +AF KD + +G IS LDF DI+V ++ H+LTP V +NLVS G H+ 
Sbjct: 154 LQEIiQLEHARQAFALKDKSKSGMISGLDFSDIMVrriRSHMLTPFVEEl^VSAAGGSISHQ 213 

Query- 178 VSFPYFIAFTSLUXINMELIKQV^ 236 

VSF YF AF SLLNNMEL++++Y G+R D+ +TK++ +A Q+TPLEIDIL+ 

Sbjct: 214 VSFSYFNAFNSLLNNMELVRKIY-STLAGTRKDVEVTKEEFAQSAIRYGQVTPLEI 272 

Query- 237 HLAGAVHQAGRIDYSDL SNI APEHYTKHMTHRLAEIKAVES PA- DRS AFI QVLES S YRFT 295 

LA + +GR+ +D+ IAP + + LAE+ + +SP R ++Q+ ES+YRFT 

Sbjct: 273 QLADLYNASGRLTLADI ERI APLAEGA- LPYNLAELQRQQS PGLGRP I WLQI AES AYRFT 331 

Query: 296 LGSFAGAVGATVVYPIDLWTRMQNQR-AGSYIGEVAYRNSWDCFKKWRHEGFMGLYRG 354 

LGS AGAVGAT VYPI DLVKTRMQNQR +GS +GE+ Y+NS+DCFKKV+R+EGF GLYRG 
Sbjct: 332 LGSVAGAVGATAVYPIDLVKTRMQNQRGSGSVVGELMYKHSFDCT 391 

Query: 355 LLPQLMGVAPEKAJIKLTV1TOLVRDKLTD 414 

L+PQL+GVAPEKAIKLTVND VKDK T + G++P AEVLAGGCAG SQV+ FTNPLEIVK 
Sbjct: 392 LI PQLIGVAPEKAIKLTVNDFVRDKFTRRDGSVPLPAEVLAGGCAGGSQVT FTNPLEIVK 451 

Query: 415 IRLQVAGEI ASGSKI RAWSWRELGLFGLYKGARACLLRDVPFS AI YF PTYAHTKAMMAD 474 

IRLQVAGEI +G ++ A +V+R+LG+FGLYKGA+AC LRD+ PFSAIYFP YAH K ++AD 
Sbjct: 452 IRLQVAGEI TTGPRVSALNVLRDLGI FGLYKGAKACFLRDI PFS AI YF PVYAHCKLLLAD 511 

Query: 475 KI)GYNHPLTLLAAGAIAGVPAASLVTPADVIKTRLQVVARSGQTTYTG^ 534 

+ +G+ L LLAAGA+AGVPAASLVTPADVIKTRLQV AR+GQTTY+GV D +KI+ EE 
Sbjct: 512 ENGHVGGLl^LAAGAMAGVPAASLWPADVIKT 571 

Query: 535 GPRAFWKGTAARVFRSSPQFGVTLWYELLQRLFYVDFGGTQPKGSEAHKITTPLEQAAA 594 

GP AFWKGTAARVFRS S PQFGVTLVTYELLQR FY+DFGG +P GSE TP + A 

Sbjct: 572 GPSAFWKGTAARVFRSSPQFGVTLVTYELLQRWFYIDFGGLKPAGSE PTP-KSRIA 626 

Query: 595 SVTTENVDHIGGYRAAVPLLAGVESKFGLYLPRF-GRGVTAASPSTATGS 643 

+ N DHIGGYR A AG+E+KFGLYLP+F V P A + 
Sbjct: 627 DLPPANPDHIGGYRLATATFAGIENKFGLYLPKFKSPSVAWQPKAAVAA 676 
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Homology to human protein NP _055066.1 (GenBank Accession Number) 

ref |NP_055066.1| (NM__014251) solute carrier family 25, member 13 (citrin) 
[Homo sapiens] 
Length = 675 

Score = 728 bits (1878), Expect = 0.0 

Identities = 374/643 (58%), Positives = 476/643 (73%), Gaps = 17/643 (2%) 

Query: 1 MTSEDFVRKFLGLFSESAFNDESVRLLANIADTSKDGLISFSEFQAFEGIiIjCTPDALYRT 60 

M+ DFV ++L +F ES N ++V LL+ + D +KDGLISF EF AFE +LC PDAL+ 
Sbjct! 35 MS PNDFVTRYLNI FGESQ PNPKTVELL SGWDQTKDGLI SF QEFVAFESVLCAPDALFMV 94 

Query- 61 AFQLFDRKGNGTVSYADFADWQKTELHSKIPFSLDGPFIKRYFGDKKQRLINYAEFTQL 12 0 
** " 1 AFQLFD+ G G V+ + D V +T +H IPF+ D F++ +FG +++R + YAEFTQ 

Sbjct: 95 AFQL FDKAGKGEVTFEDVKQVFGQTTI HQHI PFNWDSEFVQLHFGKERKRHLT YAEFTQF 154 

Query: 121 LHDFHEEHAMEAFRSKDPAGTGF I S PLDFQDI IVNVKRHLLT PGVRDNLVSVTEG HK 177 

L + EHA +AF +D A TG ++ +DF+DI+V + + H+LTP V + LV+ G H+ 
Sbjct: 155 LLEIQLEHAKQAWQRDNARTGRWAIDFRBIM7TIRPHVLTPFVEECLVAAAGGTTSHQ 214 

Query: 178 VSFPYFIAFTSLLNNMELIKQVYLHATEGSRTDM-ITKD^ 236 

VSF YF F SLLNNMELI+++Y G+R D+ +TK++ +LAAQ Q+TP+E+DILF 

Sbjct: 215 VSFS YFNGFNSLLNNMELIRKI Y - STLAGTRKDVEVTKEEFVLAAQKFGQVTPMEVDI LF 273 

Query: 237 HLAGAVHQAGRIDYSDLSNI AP- EHYTKHMTHRLAEIKAVES PAD RSAFIQVLESSYR 293 

LA GR+ +D+ IAP E T + LAE + ++ D R +QV ES+YR 

Sbjct: 274 QLADLYEPRGRMTLADIERIAPLEEGT — LPFNLAEAQRQKASGDSARPVLLQVAESAYR 331 

Query: 294 FTLGSFAGAVGATVVYPIDLVKTRMQNQRA-G^ 352 

F LGS AGAVGAT VYPIDLVKTRMQNQR+ GS++GE+ Y+NS+DCFKKV+R+EGF GLY 
Sbjct: 332 FGLGSVAGAVGATAVYPIDLVKTRMQNQRSTQSFVGELMYKNSFDCFKKVLRYEGFFGLY 391 

Query: 353 RGLLPQLMGVAPEKAIKLTVXTOLVRDKLTDK^ 412 

RGLL PQL+ GVAPEKAIKLTVND VRDK K G++P AE+ LAGGCAG SQV+FTNPLEI 
Sbjct: 392 RGLLPQLLGVAPEKAIKLT\nTOFVRDKFMHK2DGSVPLAAEILAGGCAGGSQVIFTNPLEI 451 

Query: 413 VKIRLQVAGEIASGSK^RAWSVVRELGLFGLYKGARACLLRDVPFSAIYFPTYAHTKA>M 472 

VKIRLQVAGEI +G ++ A SWR+LG FG+YKGA+AC LRD+PFSAIYFP YAH KA 
Sbjct: 452 VKIRI^VAGEITTGPRVSALSWRDLGFFGIYKGAKACFLRDIPFSAIYFPCYAHVKASF 511 

Query: 473 ADKDGYl^PLTLLAAGAIAGVTAASLWPADVIKTRLQWARSGQTTYTGVWDATKKI^ 532 

A++DG P +LL AGAIAG+PAASLVTPADVIKTRLQV AR+GQTTY+GV D +KI + 
Sbjct: 512 ANEDGQVS PGSLLLAGAI AGMPAASLVTPADVI KTRLQVAARAGQTTYSGVIDCFRKI LR 571 

Query: 533 EEGPRAFWKGTAARVFRS S PQFGVTLVT YELLQRLFYVDFGGTQPKGS EAHKITT PLEQA 592 

EEGP+A WKG ARVFRS S PQFGVTL+TYELLQR FY+DFGG +P GSE P+ ++ 

Sbjct: 572 EEGPKALWKGAGARVFRS S PQFGVTLLT YELLQRWFYIDFGGVKPMGS E PVPKS 625 

Query: 593 AASVTTENVDHI GGYRAAVPLL AGVESKFGLYL PRFGRGVTAA 63 5 

++ N DH+GGY+ AV AG+E+KFGLYLP F V+ + 
Sbjct: 626 RINLPAPNPDHVGGYKLAVATFAGI ENKFGLYL PLFKPSVST S 668 
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Figure 7B. Multiple Sequence Alignment (ClustalW 1.83) 

aralarl Dm MPLTKSLPNSPSLLKRAGTEKLREVFLKYASIQKNGEHYMTSEDFVKKFDGLFSESAFND 

HS - MAVKVQTTKRGDPHELRNIFLQYASTEVDGERYMTPEDFVQRYLGLYNDPNSNP 

SLC25A13 HS MAAAKVALTKRADPAELRTIFLKYASIEKNGEFFMSPNDFVTRYLNIFGESQPNP 

aralarl Dm ESVRLLANIADTSKDGLISFSEFQAFEGLLCTPDALVRTAFQLFDRKGNGTVSYADFADV 
SLC25A12 HS KIVQLIAGVADQTKDGLISYQEFLAFESVLCAPDSMFIVAFQLFDKSGNGEVTFENVKEI 
SLC25A13 HS KTVELLSGVVDQTKDGLISFQEFVAFESVLCAPDALFMVAFQLFDKAGKGEVTFEDVKQV 

aralarl Dm VQKTELHSKIPFSLDGPFIKRYFGDKKQRLINYAEFTQLLHDFHEEHAMEAFRSKDPAGT 
SLC25A12 HS FGQTIIHHHIPFNWDCEFIRLHFGHNRKKHIJJTYTEFTQFIjQELQIiEHARQAFALiKDKSKS 
SLC25A13 HS fGQTTIHQHIPFI^SEFVQLHFGKERKRHLTYAEFTQFLLEIQLEHAKQAFVQRDNART 

aralarl Dm GFI SPLDFQDIIVNVKRHLLTPGVRDKLVSVTEG- --HKVSFPYFIAFTSLLNNMELIKQ 
SLC25A12 Hs GMISGLDFSDIMVTIRSHMLTPFVEENLVSAAGGSISHQVSFSYFNAFNSLI1NNMEI1VRK 
SLC25A13 HS GRVTAIDFRDIMVTIRPHVLTPFVEECLVAAAGGTTSHQVSFSYFNGFNSLLNNMEIjIRK 

aralarl Dm VYIiHATEGSRTDMITKDQILLAAQTMSQITPLEIDlLFHLAGAVHQAGRIDYSDLSNIAP 
SLC25A12 HS IYSTrAGTPJOVEVTKEEFAQSAIRYGQVTPLEIDILYQLADLYKASGRLTLADIERIAP 
SLC25A13 Hs IYSTLAGTRKDVEVTKEEFVIjAAQKFGQVTPMEVDIIjFQLADLYEPRGRMTIiADIERIAP 

aralarl Dm EHYTKHMTHRLAEIKAVESPA-- DRSAFIQVLESSYRFTLGSFAGAVGATWYPIDLVKT 
SLC25A12 HS LAEG-ALPYm.AELQRQQSPG-LGRPIWLQIAESAYRFTLGSVAGAVGATAVYPIDLVKT 
SLC25A13 HS LEEG-TLPFKn^AEAQRQKASGDSARPVLLQVAESAYRFGLGSVAGAVGATAVYPIDLVKT 

aralarl Dm RMQNQR-AGSYIGEVAYRNSVroCFKKVVRHEGFMGLY^^ 

SLC25A12 HS RMQNQRGSGSVVGELMYKNSFDCFKKVLRYEGFFGLYRGLIPQIiIGVAPEKAIKIjTVNDF 
SLC25A13 Hs RMQNQRSTGSFVGEIiMX^lJSFDCFKKVtiRYEGFFGLYRGLLPQLLGVAPEKAIKLTVNDF 

aralarl Dm VRDKLTDKKGNIPTWAEVLAGGCAGASQWFTNPLEIVKIRLQVAGEIASGSKIRAWSW 
SLC25A12 HS VRDKFTFJ^GSVPLPAFA^AGGC^GGSQVIFTKnPLEIVKIRLQVAGEITTGPRVSALKIVL 
SLC25A13 Hs VRDKFMHKDGSVPLAAEILAGGCAGGSQVIFTNPLEIVKIRI.QVAGEITTGPRVSALSVV 

aralarl Dm RELGLFGLYKGARACLLRDVPFSAIYFPTYAHTKAMMADKDGYNHPLTLLAAGAIAGVPA 
SLC25A12 Hs RDLGIFGLYKGAKACFLRDIPFSAIYFPVYAHCKLLLADENGHVGGLNLLAAGAMAGVPA 
SLC25A13 Hs RDLGFFGIYKGAKACFLRDIPFSAIYFPCYAHVKASFANEDGQVSPGSLLLAGAIAGMPA 

aralarl Dm ASLWPADVIKTRLQWARSGQTTYTGWWDATKKIMAEEGPRAFWKGTAARVFRSSPQFG 
SLC25A12 Hs ASLVTPADVIKTRLQVAARAGQTTYSGVIDCFRKILREEGPSAFWKGTAARVFRSSPQFG 
SLC25A13 HS ASLVTPADVIKTRLQVAARAGQTTYSGVIDCFRKILREEGPKALWKGAGARVFRSSPQFG 

aralarl Dm WLVTOELLQRLFYVDFGGTQPKGSEAHKITTPDEQAAASVTTENVDHIGGYRAAVPLLA 

SLC25A12 Hs VTLVTYELLQRWFYIDFGGLKPAGSEP TPKSRIAD-LPPANPDHIGGYRLATATFA 

SLC25A13 HS WLLTYELLQRWFYIDFGGVKPMGSEP VPKSRIN — LPAPNPDHVGGYKL AVATFA 

aralarl Dm GVESKFGLYLPRFGRGVTAAS PSTATGS 

SLC25A12 Hs GIENKFGLYLPKFKSPSVAWQPKAAVAATQ 
SLC25A13 Hs GIENKFGLYLPLFK-PSVSTSKAIGGGP 
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Figure 9. Triglyceride content of a Drosophila how (GadFIy Accession Number 
CG10293) mutant 
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Figure 11. Homology of Drosopila how (GadFly Accession Number CG10293) to human 
Quaking isoforms 

Figure 11A. BLASTP results for CG10293 (GadFly Accession Number) 

gb|AAF63416.l|AF142421_l (AF142421) QUAKING isoform 5 [Homo sapiens] 
Length = 337 

Score = 289 bits (739), Expect = 5e-77 

Identities = 168/334 (50%), Positives = 215/334 (64%), Gaps = 20/334 (5%) 

Ouerv- 67 QQQQSTQSIADYLAQLLKDRKQI^PN---VFTHVERLLDEEIARVRASLFQ--ING-V 120 
U ^' + + dyl QL+ D+K +++ PN +P H+ERLLDEEI+RVR ++ +NG 

Sbjct: 2 ETKEKPKPTPDYLMQLMNDKKLMS S LPNFCGI FNHLERLLDEEI SRVRKDMYNDTLNGST 61 

Ouerv 121 KKEPLTLPEPEGSVVTMNEKVYVPVREHPDFNFVGRILGPRGMTAKQLEQET^ 180 
U y " +K LP+ G +V + EK+ YVPV+E+ PDFNFVGRILGPRG+TAKQLE ETGCKIMVRG 

Sbjct: 62 EKRSAELPDAVGPIVQLQEKLYVPVKEyPDFNFVGRILGPRGLTAKQLEAETGCKIMVRG 121 

Query- 181 KGSMRDKKKEDANRGKPNWEHLSDDLHVLITVEDTENRATVKLAQAVA^ 240 

KGSMRDKKKE+ NRGKPNWEHL+ +DLHVLITVED +NRA +KL +AV EV+KLLVP AEG 
Sbjct: 122 KGSMRDKKKEEQNRGKPNWEHIjNEDLHVLITVEDAQNRAEIKLKRAVEE\^^ 181 

Query: 241 EDELKKRQLMELAI INGT YRDTT AK SVAVCDEEWRRL VAASD S RLLT S TGL PGL AAQ I RA 300 

ED LKK QLMELAI +NGTYRD KS A+ A + R++T A +R 

Sbjct: 182 EDSLKKMQLMELAILNGTYRDANIKSPALAFS — LAATAQAAPRIITGPAPVLPPAALRT 239 

Ouerv- 301 PA- AAPLGAPL I LNPRMTVPTT AAS I L S AQAAPT AAF DQTG - - HGMI F AP YDYANY AAL A 357 

P A P PIiI + V + + PTAA G G+I+ PY+Y Y 

Sbjct: 240 PTPAGPTIMPLIRQIQTAV MPNGTPHPTAAIVPPGPEAGLIYTPYEYP-YTLAP 292 

Query: 358 GNPLLTEYADHS— VGAIKQQRRLATNREHPYQR 389 

+L + S +GA+ + R R HPYQR 
Sbjct: 293 ATSILEYPIEPSGVLGAVATKVRRHDMRVHPYQR 326 

ref |XP_037438.2| (XM_037438) similar to KH domain RNA binding protein QKI-5A 
[Homo sapiens] , Length = 341 

Score = 289 bits (739), Expect = 5e-77 , ce .. 
Identities = 168/334 (50%), Positives = 215/334 (64%), Gaps = 20/334 (5%) 

Query 67 QQQQSTQS I ADYLAQLLKDRKQLAAFPN VFTHVERLLDEEI ARVRASLFQ ING-V 120 

+ ++ + DYL QL+ D+K +++ PN +F H+ ERLLDEE I +RVR ++ +NG 
Sbjct: 6 ETKEKPKPT PDYLMQLMNDKKLMSSLPNFCGI FNHLERLLDEEI SRVRKDMYNDTLNGST 65 

Query- 121 KKEPLTLPEPEGSVVTMNEKVWPWEHPDFNFVGRILGPRGMTAKQLEQETGCKIMVRG 180 

+K LP+ G +V + EK+YVPV+E+PDFNFVGRILGPRG+TAKQLE ETGCKIMVRG 
Sbjct: 66 EKRSAELPDAVGPIVQLQEKLYVPVKEYPDFNFVGRILGPRGLTAKQLEAETGCKIMVRG 125 

Query- 181 KGSMRDKKKEDANRGKPNWEHLSDDLHVLITVEDTENRATVKLAQAVAEVQKLLVPQAEG 240 

KGSMRDKKKE+ NRGKPNWEHL++DLHVLITVED +NRA +KL +AV EV+KLLVP AEG 
Sbjct: 126 KGSMRDKKKEEQNRGKPNWEHLNEDLHVLITVEDAQNRAEIKLKRAVEEVKKLLVPAAEG 185 

Query: 241 EDELKKRQLMEIJaiNGTYRDTTAKSVAVCDEEWRRLVAASDSRLLTSTGLPGLAAQIRA 300 

ED LKK QLMELAI +NGTYRD KS A+ A + R++T A +R 

Sbjct: 186 EDSLKKMQLMELAILNGTYRDANIKSPALAFS— LAATAQAAPRIITGPAPVLPPAALRT 243 
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Ouerv- 301 PA- AAPLGAPLI LNPRMTVPTTAAS ILS AQAAPTAAFDQTG HGMI F APYDYANYAAL A 357 

W PAP PLI + V + + PTAA G G+I+ PY+Y Y 

Sbjct: 244 PTPAGPTIMPLIRQIQTAV MPNGTPHPTAAIVPPGPEAGLIYTPYEYP-YTLAP 296 

Query: 358 GNPLLTEYADHS — VGAIKQQRRLATNREHPYQR 389 

+L + S +GA+ + R R HPYQR 
Sbjct: 297 ATS ILEYP I EPSGVLGAVATKVRRHDMRVHPYQR 330 

gb|AAF63414.l|AF142419_l (AF142419) QUAKING isoform 6 [Homo sapiens] 
Length =3 63 

Score = 289 bits (739), Expect = 5e-77 , = 

Identities = 168/334 (50%), Positives = 215/334 (64%), Gaps = 20/334 (5%) 

Query- 67 QQQQSTQS IADYLAQLLKDRKQLAAFPN VFTHVERLLDEEIARVRASLFQ- - ING-V 120 

+ ++ + DYL QL+ D+K +++ PN +F H+ERLLDEEI+RVR ++ +NG 
Sbjct: 28 ETKEKPKPT PDYLMQLMNDKKLMS SLPNFCGI FNHLERLLDEEI SRVRKDMYNDTLNGST 87 

Query- 121 KKEPLTLPEPEGSWTMNEKVWPVREHPDFl^GR 180 

+K LP+ G +V + EK+ YVPV+ E+ PDFNFVGRI LGPRG+ TAKQLE ETGCKIMVRG 
Sbjct: 88 EKRSAELPDAVGPIVQLQEKLYVPVKEYPDFNFVGRILGPRGLTAKQLEAETGCKIMVRG 147 

Query: 181 KG SMRDKKKED ANRGKPNWEHL S DDLHVIi ITVEDT ENRATVKL AQAVASVQKLLVPQ AEG 240 

KGSMRDKKKE+ NRGKPNWEHL++DLHVLITVED +NRA +KL +AV EV+KLLVP AEG 
Sbjct: 148 KGSMRDKKKEEQNRGKP1MEHLNEDLHVLITVEDAQNRAE I KLKRAVEEVKKLLVPAAEG 207 

Query: 241 EDELKKRQLMEIiAIINGTYRDTTAKSVAVCDEEWRRLVAASD 3 00 

ED LKK QLMELAI +NGTYRD KS A+ A + R++T A +R 

Sbjct: 208 EDSLKKMQLMELAI LNGT YRDANIKS PALAFS — LAATAQAAPRI ITGPAPVLPPAALRT 265 

Query- 301 PA-AAPLGAPLILNPRMWPTTAASILSAQAAPTAAFDQTG--HGMIFAPYDYA^ 357 

p AP pli + V + + PTAA G G+I+ PY+Y Y 

Sbjct: 266 PTPAGPTIMPLIRQIQTAV MPNGTPHPTAAIVPPGPEAGLIYTPYEYP-YTLAP 318 

Query: 358 GNPLLTEYADHS - -VGAIKQQRRLATNREHPYQR 3 89 

+L + S +GA+ + R R HPYQR 

Sbjct: 319 ATS I LEYPI EPSGVLGAVATKVRRHDMRVHPYQR 352 

dbj |BAB55032 .1| (AK027309) unnamed protein product [Homo sapiens] 
Length = 323 

Score = 282 bits (722), Expect « 5e-75 

Identities = 165/320 (51%), Positives = 208/320 (64%), Gaps = 20/320 (6%) 

Query: 81 QLLKDRKQLAAFPN VFTHVERLLDEEIARVRASLFQ- - ING-VKKEPLTLPEPEGSV 134 

QL+ D+K +++ PN +F H+ERLLDEEI+RVR ++ +NG +K LP+ G +" 
Sbjct: 2 QLMNDKKLMS SLPNFCGI FNHLERLLDEEI SRVRKDMYNDTLNGSTEKRSAELPDAVGPI 61 

Query: 135 VTMNEKVYV"FVREHPDFNFVGRILGPRGMTAKQLEQETGC 194 

V + EK+ YVPV+ E+ PDFNFVGRILGPRG+TAKQLE ETGCKIMVRGKGSMRDKKKE+ NR 
Sbjct: 62 VQLQEKLYVPVKEYPDFNFVGRILGPRGLTAKQLEAETGCKIMVRGKGSMRDKKKEEQNR 121 

Query: 195 GKPNWEHLSDDLHVLIWEDTENRATVKLAQAVAE^ 254 

GKPNWEHL + +DLHVLITVED +NRA +KL +AV EV+KLLVP AEGED LKK QLMELAI 
Sbjct: 122 GKPNWEHI^EDLHVLITVEDAQNRAEIKL 181 
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Query: 255 INGTYM3TTAKSVAVCDEEWRIULVAASDSRLLTSTGLPG 313 
Sbjct: 182 LNGTYRDANIKS PALAFS — LAATAQAAPRI ITGPAPVLPPAALRTPTPAGPTIMPLIRQ 239 
Query: 314 PRMTVPTTAASILS AQAAPTAAFDQTG- -HGMIFAPTOYANYAALiAGNPLjLTEYADHS- - 369 
Sbjct: 240 IQTAV MPNGTPHPTAATVPPGPEAGLIYTPYEYP-YTIjAPATSILEyPIEPSGV 292 

Query: 370 VGAIKQQRRLATNREHPYQR 389 

+GA+ + R R HPYQR 
Sbjct: 293 LGAVATKVRRHDMRVHPYQR 312 

gb|AAF63413.l|AF142418_l (AF142418) QUAKING isoform 2 [Homo sapiens] 
Length = 347 

Sbjct: 28 ETKEKPKPTPDYLMQLMNDKKLMS S LPNFCGI FNHLERLLDEEI SRVRKDMYNDTLNGST 87 

Ouerv- 121 KKEPLTLPEPEGSVVTMNEKVYVPVREHPDFNFVGRILGPRGMTAKQL 180 
Query, l^i Juuw G +V + EK+YVPV+E+PDFNFVGRILGPRG+TAKQLE ETGCKIMVRG 

Sbjct: 88 EKRSAELPDAVGPIVQLQEKLYVPVKEYPDFNFVGRILGPRGLTAKQLEAETGCKIMVRG 147 

Query 181 KGSMRDKKKEDANRGKPNWEHLSDDLHVLIT^^ 240 
Query. 181 KGSMRDKKKE+ NRGKPNWEHL +• + DLHVL I TVED +NRA +KL + AV EV+KLLVP AEG 
Sbjct: 148 KGSMRDKKKEEQNRGKPIMEHLNEDLHVLITVEDAQNRAE^ 207 

Querv 241 EDELKKRQLMEIiAIINGTYRDTTAKSVAVCDEEWRRIjVAASDSRLLTSTGIjPGLAAQIRA 3 00 

ED LKK QLMELAI+NGTYRD KS A+ A + R++T A ^ 

Sbjct: 208 EDSLKKMQLMELAI LNGTYRDANIKS P ALAF S LAATAQAAPRI ITGP APVLPPAALRT 265 

Ouerv- 301 PA-AAPLGAPLILNPRMTVPTTAASILSAQAAPTAAFDQTG-- HGMIFAPYDY 350 
UJf " PAPPLI+V ++ PTAA G G+I+ PY+Y 

Sbjct: 266 PTPAGPTIMPLIRQIQTAV MPNGTPHPTAAIVPPGPEAGLIYTPYEY 312 

gb|AAF63417.l|AFl42422_l (AF142422) QUAKING isoform 3 {Homo sapiens] 
Length = 341 

Si^ SSafi^rSlJi^i "B/ 29 3 Gaps - !7/ 23 3 ,5*. 

Query- 67 QQOQSTQSIADYLAQLLKDRKQLAAFPN VFTHVERLLDEEIARVRASLFQ ING-V 120 

yuery. o WW * ^ ^ + ^ +++ ^ +j? H+ERLLDEEI+RV R ++ +NG 

Sbjct: 28 ETKEKPKPTPDYLMQLMNDKKLMSSLPNFCGIFNHLERLLDEEISRVRKDMYNIDTLNGST 87 

Ouerv- 121 KKEPLTLPEPEGSVVTMNEKVYVPVREHPDFNFVGRILGPRGMTAKQLEQETGCKIMVRG 180 

+K LP+ G +V + EK+YVPV+E+PDFNFVGRILGPRG+TAKQLE ETGCKIMVRG 
Sbjct: 88 EKRSAELPDAVGPIVQLQEKLWPVKEYPDFNFVGRILGPRGLTAKQLEAETGCKIMVRG 147 

Query- 181 KGSMRDKKKEDANRGKPNWEHLSDDLHVLITVEDTENRATVKLAQAVAEVQKLLV 240 

KGSMRDKKKE+ NRGKPNWEHL+ +DLHVLITVED +NRA +KL +AV EV+KLLVP AEG 
Sbjct- 148 KGSMRDKKKEEQNRGKPNWEHLNEDLH\nijITVEDAQNRAEIKLKRAVEEVKKLLVPAAEG 207 
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Query: 241 EDELKKRQLMELAIINGTYRDTTAKSVAVCDEEi^^ 300 
^ ' ED LKK QLMELAI +NGTYRD KS A+ A + R++T A +R 

Sbjct: 208 EDSLKKMQLMELAI LNGT YRDANIKS PALAF S — LAATAQAAPRI I TGPAPVLPPAALRT 265 

Ouerv- 301 PA-AAPLGAPLILNPRMWPTTAASILSAQAAPTAAFDQTG-- HGMIFAPYDY 350 

p A p pli + V + + PTAA G G+I+ PY+Y 

Sbjct: 266 PTPAGPTIMPLIRQIQTAV MPNGTPHPTAAIVPPGPEAGLIYTPYEY 312 

gb|AAF63415.l|AFl42420_l (AF142420) QUAKING isoform 4 [Homo sapiens] 
Length =315 

Score = . 280 bits (716), Expect = 2e-74 „„, OA -> tcQ _, 

Identities = 156/293 (53%), Positives = 198/293 (67%), Gaps = 17/293 (5%) 

Query 67 QQQQSTQSIADYLAQLLKDRKQLAAFPN VFTHVERLLDEEIARVRASLFQ ING-V 120 

* + ++ + DYL QL+ D+K +++ PN +F H+ERLLDEEI+RVR ++ +NG 

Sbjct: 2 ETKEKPKPTPDYLMQLMNDKKLMS SLPNFCGI FNHLERLLDEEI SRVRKDMYNDTLNGST 61 

Query- 121 KKEPLTLPEPEGSVVTMNEKVYVPVTIEHPDFNFVGRILGPRGMTAKQLEQETG 180 

+K LP+ G +V + EK+ YVPV+ E+ PDFNFVGRILGPRG+TAKQLE ETGCKIMVRG 
Sbjct: 62 EKRSAELPDAVGPIVQLQEKLWPVKEYPDFNFVGRILGPRGLTAKQLEAETGCKIMVRG 121 

Query: 181 KGSMRDKKKEDANRGKPNWEHLSDDLHVL I TVEDTENRATVKLAQ AVAEVQKLLVPQAEG 240 

KGSMRDKKKE+ NRGKP*WEHL++DLHVLITVED +NRA +KL +AV EV+KLLVP AEG 
Sbjct: 122 KGSMRDKKKEEQNRGKPNWEHLNEDLHVLITVEDAQNRAEIKLKRAVEE\^ 181 

Query: 241 EDELKKRQLMELAIINGTYRDTTAKSVAVCDEEWRRLVAASDS^^ 300 

ED LKK QLMELAI +NGTYRD KS A+ A + R++T A +R 

Sbjct: 182 EDSLKKMQLMELAI LNGT YRDANIKS PALAF S - - LAATAQAAPRI I TGPAPVLPPAALRT 239 

Query: 301 PA- AAPLGAPLILNPRMTVPTTAAS ILS AQAAPTAAFDQTG — HGMI FAPYDY 350 

p A P PLI + V + + PTAA G G+I+ PY+Y 

Sbjct: 240 PTPAGPTIMPLIRQIQTAV MPNGTPHPTAAIVPPGPEAGLIYTPYEY 286 

dbj |BAB69497 .1| (AB067799) RNA binding protein HQK-6 [Homo sapiens] 
Length =319 

Score = 280 bits (716), Expect = 2e-74 

Identities = 156/293 (53%), Positives = 198/293 (67%), Gaps = 17/293 (5%) 

Query: 67 QQQQSTQS I ADYLAQLLKDRKQLAAFPN VFTHVERLLDEEIARVRASLFQ — ING-V 120 

+ ++ + DYL QL+ D+K +++ PN +F H+ERDLDEEI+RVR ++ +NG 
Sbjct: 6 ETKEKPKPTPDYLMQLMNDKKLMS SLPNFCGI FNHLERLLDEEI SRVRKDMYNDTLNGST 65 

Query: 121 KXEPLTLPEPEGSVVTMNEKVWPVREHPDFNFVGRIL^^ 180 

+K LP+ G +V + EK+YVPV+E+ PDFNFVGRILGPRG+TAKQLE ETGCKIMVRG 
Sbjct: 66 EKRSAELPDAVGPIVQLQEKLYVPVKEYPDFNFVGRILGPRGLTAKQLEAETGCKIMVRG 125 

Query: 181 KG SMRDKKKEDANRGKPNWEHL S DDLHVL I TVEDTENRATVKLAQ AVAEVQKLLVP Q AEG 240 

KGSMRDKKKE+ NRGKPNWEHL+ +DLHVLITVED +NRA +KL +AV EV+KLLVP AEG 
Sbjct: 126 KGSMRDKKKEEQNRGKPNWEHLNEDLHVLITVEDAQNRAEIKLKRA^ 185 

Query: 241 EDELKKRQLMELAI INGTYRDTT AKSVAVCDEEWRRLVAASDSRLLT STGLPGLAAQIRA 300 

ED LKK QLMELAI +NGTYRD KS A+ A + R++T A +R 

Sbjct: 186 EDSLKKMQLMELAI LNGTYRDANIKS PALAF S — LAATAQAAPRI ITGPAPVLPPAALRT 243 
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Query- 301 PA-AAPLGAPLILNPRMTVPTTAASILSAQAAPTAAFDQTG HGMIFAPYDY 350 

" PAP PLI + V + + PTAA G G+I+ PY+Y 

Sbjct: 244 PTPAGPTIMPLIRQIQTAV MPNGTPHPTAAIVPPGPEAGLIYTPYEY 290 

dbj|BAB69499.l| (AB067801) RNA binding protein HQK-7B [Homo sapiens] 
Length = 319 

Score = 280 bits (716), Expect = 2e-74 1(jnM 
Identities = 156/293 (53%), Positives = 198/293 (67%), Gaps = 17/293 (5%) 

Ouerv- 67 QQQQSTQSI ADYLAQLLKDRKQLAAFPN VFTHVERLLDEEIARVRASLFQ- - ING-V 120 

W + ++ + DYL QL+ D+K +++ PN +F H+ERLLDEEI+RVR ++ +NG 

Sbjct: 6 ETKEKPKPTPDYLMQLMNDKKLMS SL PNFCGI FNHLERLLDEEI SRVRKDMYNDTLNGST 65 

Ouerv- 121 KKEPLTLPEPEGSWTMNEKVYVPVREHPD 180 

+K LP+ G +V + EK+YVPV+E+PDFNFVGRILGPRG+TAKQLE ETGCKIMVRG 
Sb j c t : 66 EKRS AEL PDAVGP IVQLQEKLYVPVKEYPDFNFVGRI LGPRGLTAKQLEAETGCKIMVRG 125 

Query- 181 KG SMRDKKKEDANRGKPNWEHL S DDLHVL I TVEDTENRATVKLAQAVAEVQKLL VPQAEG 240 

KGSMRDKKKE+ NRGK PNWEHL + + DLHVL I TVED +NRA +KL +AV EV+KLLVP AEG 
Sbjct: 126 KGSMRDKKKEEQNRGKPNWEHLNEDLHVL I TVEDAQNRAEI KLKRAVEEVKKLLVPAAEG 185 

Query: 241 EDELKKRQLMELAI INGTYRDTTAKSVAVCDEEWRRLVAASDSRLLTSTGLPGLAAQIRA 300 
ei " " ED LKK QLMELAI +NGTYRD KS A+ A + R++T A +R 

Sbjct: 186 EDSLKKMQLMELAILNGTYRDANIKSPALAFS - -LAATAQAAPRIITGPAPVLPPAALRT 243 

Ouerv- 301 PA-AAPLGAPLILNPRMTVPTTAASILSAQAAPTAAFDQTG- -HGMIFAPYDY 350 

p A p PL i + v + + PTAA G G+I+ PY+Y 

Sbjct: 244 PTPAGPTIMPLIRQIQTAV MPNGTPHPTAAIVPPGPEAGLIYTPYEY 290 

dbj |BAB69498.1| (AB067800) RNA binding protein HQK-7 [Homo sapiens] 
Length = 325 

Score = 280 bits (716), Expect = 2e-74 /irQ . x 

Identities = 156/293 (53%), Positives = 198/293 (67%), Gaps = 17/293 (5%) 

Query- 67 QQQQSTQSIADYLAQL]^RKQLAAFPN---W^ 120 

+ ++ + DYL QL+ D+K +++ PN +F H+ERLLDEEI+RVR ++ +NG 
Sbjct: 6 ETKEKPKPTPDYLMQLMNDKKLMSSLPNFCGI FNHLERLLDEEI SRVRKDMYNDTLNGST 65 

Query- 121 KKEPLTLPEPEGSVVTMNEKVYVTVREHPDFNW 180 

+K LP+ G +V + EK+ YVPV+ E+ PDFNFVGRILGPRG+TAKQLE ETGCKIMVRG 
Sbjct: 66 EKRS AELPDAVGPIVQLQEKLYVTVKEYPDFNFVGRI LGPRGLTAKQLEAETGCKIMVRG 125 

Query- 181 KGSMRDKKKED ANRGKPNWEHL S DDLHVLI TVEDT ENRATVKLAQ AVAEVQKLLVPQ AEG 240 

KGSMRDKKKE+ NRGKPNWEHL++DLHVLITVED +NRA +KL +AV EV+KLLVP AEG 
Sbjct: 126 KGSMRDKKKEEQNRGKPNWEHLNEDLHVL 18 5 

Query: 241 EDELKKRQLMELAI INGTYRDTTAKSVAVCDEEWRRLVAASDSRLLTSTGL PGLAAQIRA 300 

ED LKK QLMELAI +NGTYRD KS A+ A + R++T A +R 

Sbjct: 186 EDSLKKMQLMELAILNGTYRDANIKS PALAF S — LAATAQAAPRI ITGPAPVLPPAALRT 243 

Query- 301 PA- AAPLGAPLILNPRMTVPTTAAS ILS AQAAPTAAFDQTG HGMI FAPYDY 350 

p A P PLI + V + + PTAA G G+I+ PY+Y 

Sbjct- 244 PTPAGPTIMPLIRQIQTAV MPNGTPHPTAAIVPPGPEAGLIYTPYEY 29 0 
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gb|AAF63412.l|AF142417_l (AF142417) QUAKING isoform 1 [Homo sapiens] 
Length = 321 

KiJ*: Si«s l <ii.rSii~ i <«»>. «*» - »«» < 5 *> 

Query: SV 0Q0OS T f X^-™^™---^™-™^-!^ 120 

Sbjct: 2 ETKEKPKPTPDYliMQIiMNDKKLMS SIjPNFCGI FNHLERLLDEEI SRVRKDMYNDTLNGST 61 

Ouerv 121 KKEPLTLPEPBGSVVTMNEKVYV/PVREHPDFNFVGRILGPRGICTAKQIjEQETGCKIMVEG 180 
Query. ^ + G +V + EX+YVPV+E+PDFNFVGRILGPRG+TAKQLE etgckimvrg 

Sbjct: 62 ekrsaelpdavgpivqlqeklyvpvkeypdfnfvgrilgprgltakqleaetgckimvrg 121 

Ouerv 181 KG SMRDKKKEDANRGKPtWEHLS DDLHVL I TVEDT ENRATVKL AQ AVAEVQKLLVPQ AEG 240 

KGSMRDKKKE+ NRGKPIWEHL++DLHVLITVED +NRA +KL +AV EV+KLLVP AEG 
Sbjct: 122 KGSMRDKKKEEQNRGKPNWEHLNEDLHVLIT^ 181 

Query- 241 EDELKKRQLMELAIINGTYRDTTAKSVAVCDEEWRRLVAASDSRLLTSTGLPGLAAQIRA 300 

ED LKK QLMELAI +NGTYRD KS A+ A + R++T A +R 

Sbjct: 182 EDSLKKMQLMELAII^GTYRDAN^ 239 

Ouerv 301 PA-AAPLGAPLILNPRMTVPTTAASILSAQAAPTAAFDQTG HGMIFAPYDY 350 

PAPPLI+V ++ PTAA G G+I+ PY+Y 

Sbjct: 240 PTPAGPTIMPLIRQIQTAV MPNGTPHPT AAI VPPGPEAGL I YT PYEY 286 

dbj |BD004960.1| Genes related to stomach cancer. Length = 1993 
Score = 288 bits (738), Expect = le-77 

Identities = 168/324 (51%). Positives = 211/324 (64%), Gaps = 11/324 (3%) 
Frame = +1 

Query 77 DYLAQLLKDRKQLAAFPN VFTHVERLLDEEIARVRASLFQ ING-VKKEPLTLPEP 130 

DYL QL+ D+K + + + PN +F H+ERLLDEEI+RVR ++ +NG +K LP+ 
Sbjct: 4 DYLMQLMNDKKLMS SLPNFCGI FNHLERLLDEEI SRVRKDMYNDTLNGSTEKRS AELPDA 183 

Ouerv 131 EGSVVTMNEKVYVPVRFIHPDFWFVGRILGPRGMTAKQLEQETGCKIMVRGKGSMRDKKKE 190 

G +V + EK+YVPV+E+PDFNFVGRILGPRG+TAKQLE ETGCKIMVRGKGSMRDKKKE 
Sbjct: 184 VGPIVQLQE!KLYVPVKEYPDFNFVGRILGPRGLTAKQLEAETGCKIMVRGKGSMRDKKKE 363 

Query 191 DANRGKPNWEHLSDDLHVLIWEOTENRATVKIAQAVAEVQKLLVPQAEGEDELKKRQLM 250 

+ NRGKPNWEHL++DLHVLITVED +NRA +KL +AV EV+KLLVP AEGED LKK QLM 
Sbjct: 364 EQNRGKPNWEHIiNEDLHVLITVEDAQNRAEIKLKRAVEEVKKLLVPAAEXSEDSLKKMQLM 543 

Query 251 ELAIINGTYPJ3TTAKSVAVCDEEWRRLVAASDSRLLTSTGLPGLAAQIRAPA-AAPLGAP 3 09 

ELAI +NGTYRD KS A+ A + R++T A +R P A P P 

Sbjct: 544 ELAILNGTYRDANIKSPALAFS— LAATAQAAPRIITGPAPVLPPAALRTPTPAGPTIMP 717 

Query- 310 LILNPRMTVPTTAASILSAQAAPTAAFDQTG — HGMIFAPYDYANYAALAGNPLLTEYAD 367 

LI + V + + PTAA G G+I+ PY+Y Y +L + 

Sbjct: 718 LIRQIQTAV MPNGTPHPTAATVPPGPEAGLI YTPYEYP- YTLAPATS ILEYPI E 876 

Query: 368 HS — VGAIKQQRRLATNREHPYQR 389 

S +GA+ + R R HPYQR 
Sbjct: 877 PSGVLGAVATKVRRHDMRVHPYQR 
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Figure 11B. Multiple Sequence Alignment (ClustalW 1.83) 

CG10293 Dm MSVCESKAWQQQLQQHLQQQAAAAWAVAQQQQAQAQAQAQAQAQQQQQAPQVWPMTP 

nn S Bs MLSLSSLRRNSGRNSGSCGAWN 

Ztrl hs - MLSLSSLRRNSGRNSGSCGAWN 

QKI-3 Hs - MLSLSSLRRNSGRNSGSCGAWN 

HQK-7B Hs 

CG10293 Dm OHLTPQQQOQSTQSIADYLAQLLKDRKQLAAFPN VFTHVERLLDEEIARVRASLF— 

QKI-6 Hs -IWGKMET^EKPKPTPDYLMQLMNDKKIjMSSLPNFCGIFNHIj 

OKI-2 HS -MVGEMETKEKPKPTPDYLMQI^KKmSSLPNFCGIFNHLERLr.DEEISRVRKDMYND 
OKI-3 HS -MVGEMETKEKPKPTPDYLMQI^KKI^SSLPNFCGIFNHLERLLDEEISRVRKDMYND 
HQK-7B HS -MVGEMETKEKPKPTPDYLMQLMNDKKLMSSLPNFCGIFNHLERLLDEEISRVRKDMY1TO 

CG10293 Dm OING-VKKEPLTLPEPEGSWTMNEKVYVPVREHPDFNFVGRILGPRGMTAKQLEQETGC 
OKI-6 Hs TI^GSTEKRSAELPDAVGPIVQLQEKLYVPVKF^PDFNFVGRILGPRGLTAKQLEAETGC 
OKI-2 Hs TLNGSTEKRSAELPDAVGPIVQLQEKLYVPVKEYPDFNFVGRILGPRGDTAKQLEAETGC 
OKI-3 Hs TLNGSTEKRSAELPDAVGPIVQLQEKLYVPVKEYPDFNFVGRILGPRGDTAKQLEAETGC 
HQK-7B HS TLNGSTEKRSAELPDAVGPIVQLQEKLYVPVKEYPDFNFVGRILGPRGLTAKQLEAETGC 

CGI 02 9 3 Dm KIMVRGKG SMRDKKKEDANRGKPNWEHL S DDLHVL I TVEDT ENRAT VKLAQ AVAEVQKLL 
OKI-6 Hs KIMVRGKGSMRDKKKEEQI^GKPIWEHIiI^DLHVLITVEDAQNRAEIKIjKRAVEEVKKIjL 
OKI-2 HS KIMVRGKGSMRDKKKEEQNRGKPlsMEHLKrEDLjHVIjITVEDAQHRAEIKL 
OKI-3 HS KIMVRGKGSMRDKKKEEQNRGKPIWEHLNEDLHVLIT^ 

HQK-7B HS KIMVRGKG SMRDKKKEEQISniGKPNWEHIJtfEDLiHVLI TVED AQNRAE I KLKRAVEEVKKLL 



CG10293 Dm VPQAEGEDELKKRQLMELAIINGTYRDTTAKSVAVCDEEWRRLVAASDSRLLTSTGLPGL 
OKI-6 HS VP AAEGED SLKKMQLMELAI LNGT YRD ANIK S PALAFSLAAT AQAAP RI I TGP APVL P 
~ x,_ , ,™ fm^cr vmjtr\T .MT7T . a T T .TaHTV-R T1ANTKS P ALAF S L AAT AQAAP — RIITGPAPVLP 



QKI-2 HS VP AAEGED S LKKMQLMEL AI LNGTYRD ANI KS PALAFSLAAT AQAAP 
QKI-3 HS VPAAEGEDSLKKMQLMELAILNGTYRDANIKSPAL^ 

HQK-7B HS " ,,„.,r „**-.„.. , 



VP AAEGED SLKKMQLMELAI LNGTYRDANIKSPALAFSLAATAQAAP RIITGPAPVLP 



CG10293 Dm AAQIRAP-AAAPLGAPLILNPRMTVPTTAASILSAQAAPTAAFDQTG— HGMIFAPYDYA 

QKI-6 Hs PAALRTPTPAGPTIMPLIR QIQTAVMPNGTPHPTAAIVPPGPEAGLIYTPYEYP 

QKI-2 Hs PAALRTPTPAGPTIMPLIR QIQTAVMPNGTPHPTAAIVPPGPEAGLIYTPYEYP 

QKI-3 HS PAALRTPTPAGPTIMPLIR QIQTAVMPNGTPHPTAAIVPPGPEAGLIYTPYEYP 

HQK-7B HS PAALRTPTPAGPTIMPLIR Q I QT AVMPNGTPHPTAAIVPPGPEAGLI YTPYEYP 

CG10293 Dm NYAALAGNPLLTEYADHSVGAIKQQRRLATNREHPYQRATVGVPAKPAGFIEIQ 
QKI-6 HS --YTIAPATSILEYPIEPSGVLGAVATKVRRHDMRVHPYQRIVTADRAATGN-- 

QKI-2 HS — YTLAPATSILEYPIEPSGVLEWIEMPVMP-DISAH 

QKI-3 HS — YTIiAPATSILEYPIEPSGVLGMAFPTKG 

HQK-7B HS — YTLAPATSILEYPIEPSGVLGKFFSPWG 
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Figure 13. Triglyceride content of a Drosophila CG9373 (GadFIy Accession Number) 
mutant 
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Figure 15. Homology of Drosopila GadFly Accession Number CG9373 to human 
KIAA1443 protein, human unnamed protein product, and human myelin gene 
expression factor 2 

Figure 15A. BLASTP results for GadFly Accession Number CG9373 
Homology to human protein BAA92579.1 (GenBank Accession Number) 

dbj |BAA92579.l| (AB037762) KIAA1341 protein [Homo sapiens], Length = 620 
Score = 249 bits (635), Expect = le-64 

Identities = 207/660 (31%), Positives = 295/660 (44%), Gaps = 148/660 (22%) 

Query- 1 MSMDASNSVESREKERDRRGRGAR-GSRFTDADGNGN-GAGSQGGGVAARDRSRERRNCR 58 

+ M+ S+++ + G++ +RF +NGG + G RNR 
Sbjct: 72 VKMENDESAKEEKSDLKEKSTGSKKANRFHPYSKDKNSGTGEKKG PNRN-R 121 

Ouerv- 59 VYI SNT PYDYRWQDLKDLFRRIVGS I EYVQLF FDESGKARGCGIVEFKDPENVQKALEKM 118 

V+ISNIPYD +WQ +KDL R VG + YV+LF D GK+RGCG+VEFKD E V+KALE M 
Sbjct: 122 WISNIPYDMKWQAIKDLMREKVGEVTYVELFK^ 181 

Query: 119 NRYEVNGRELWKEDHGEQRDQYGRIVRDGGGGGGGGGGVQGGNGGNNGGGGGGGRDHMD 178 

N+Y+++GR L +KED + + + R GG GG H+ 
Sbjct: 182 NKYDLSGRPLNIKEDPDGENARRA-LQRTGGSFPGG HVP 219 

Ouerv 179 DRDRGF SRRDDDRLSGRNNFNMMSNDYNNSSNYNLYGL S ASFLESLGI SGPLHNKVFVAN 238 

D G L NN N+ +N +G L ' + +FVAN 

Sbjct: 220 DMGSGLMNLPPSIL— NNPNIPPEVISNLQ AGRLGSTIFVAN 259 

Query 239 LDYKVDNKKLKQWKLAGKVQSvTJLSLDKEGNSRGFAVZEYDHPVEAVQAISMLDRQ^ 298 

LD+KV KKLK+VF +AG V+ D+ DK+G SRG + ++ +EAVQAISM + Q LF 
Sbjct: 260 LDFKVGWKKLKEVFSIAGTVKRADIKEDKIXSKSRGMGTVTFEQAIEAVQAISMFNGQFIiF 319 

Query- 299 DRRMTVRLD— RIPDK NEGIKLPEGLGGVGIGLGPNGEPLRDVAHNIjPNGGQSQ 350 

DR M V++D +P + + +LP GLGG+G+GLGP G+P+ N+ 
Sbjct: 320 DRPMHVKMDDKSVPHEEYRSHDGKTPQLPRGLGGIGMGLGPGGQPISASQLNI 372 

Query: 351 GQLLGNAQQGSQIXaSVGSQPNSSAVSNATTl^IjNNLTGVMFGNHAAVQPSPVAPVQKPSL 410 

G ++GN G + G FG + 
Sbjct: 373 GGVMGNLGPGGM GMDGPGFGG MNRI 397 

Query- 411 GHNTGSGGLNLNNLNPSILAAVVGNIiGNQG — GNLSNPLLSSSL SNLGLNLGNS 462 

G G GGL N +G G G G L ++SS+ ++G+N G 

Sbjct: 398 GGGI GFGGLEAMN SMGGFGGVGRMGELYRGAMTSSMERDFGRGDIGINRGFG 449 

Query- 463 GNDDNLPPSNVGLSNNYSSGGTGGGNSYSSGNNYSGGGGSSN LGYNAYSSS-G 514 

+ L + +G +G G N G+ SGG GS N +G + SSS 

Sbjct: 450 DSFGRLGSAMIG GFAGRIGS SNMGPVGSGI SGGMGSMMSVTGGMGMGLDRMSS SFD 505 

Query- 515 GMGGGNGGVGVDGNDYlsrrGNPLDWGGGSWGNSWGSANAVGASPJCSiyrillKKVPITC 574 

MGGG+ D+G GG +GS K + I ++N+P 

Sbjct: 506 RMGPGIGAILERSIDMDRGFLSGPMGSGM— RERIGS -KGNQIFVRNLPFDL 554 

Query- 575 TWQTLRDKFREI GDVKFAEI RGNDVGWRFFKERDAELAIALMDGSRLDGRNIKV 629 

TWQ L++KF + G V FAE1 + G VRF AE A +M+G ++ GR I V 

Sbjct: 555 TWQKLKEKFSQCGHVMFAEIKMENGKSKGCGTVRFDS PES AEKACRIMNGIKI SGREIDV 614 
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Score = 68.6 bits (166), Expect = 2e-10 

identities = 41/114 (35%) . Positives = 67/114 (57%) , Gaps = 6/114 (5%) 

Query- 20 GRGARGSRFTDADGNGNGAGSQGGGVAAKDRSRERRNCRVYI SNI PYDYRWQDLKDLFRR 79 
yuery. ^ r D D G +G G G+ R+R + N ++++ N+P+D WQ LK+ F + 

Sbjct: 510 GIGAILERSIDMD-RGFLSGPMGSGM--RERIGSKGN-QIFVRNLPFDLTWQKLKEKFSQ 565 

Ouerv 80 ivGSIEWQLFFI>ESGKARGCGIVEFKDPEWQKALEKMNRyEWGRELVVKED 133 
U G + + ++ E+GK++GCG V F PE+ +KA MN +++GRE+ V+ D 

Sbjct: 566 C-GHVMFAEIKM-ENGKSKGCGTVRFDSPESAEKACRIMNGIKISGREIDVRLD 617 

~ nc . re , 55 2 bits (134), Expect = le-06 

Identities^. 46/180 (25%) positives = 76/180 (41%), Gaps = 21/180 (11%) 

Ouerv- 139 DQYGRIVRDGGGGGGG GGGVQGGNGGNNGGGGGGGRDHMDDRDRGFSRRD 188 

D +GR+ GG G G G+ GG G N GG G +D F R 

Sbjct: 450 DSFGRLGSAMIGGFAGRIGSSNMGPVGSGISGGMGSMNSVTGGMGMG-LDRMSSSFDRM- 507 

Ouerv 189 DDRIjSGRNNFNMMSNDYNNS SNYNLYGLSASFLESLGI SGPLHNKVFVANLDYKVDNKKL 248 
yuery. J-o^ ^ ++ + + + + E +G G N++FV NL. + + +KL 

Sbjct: 508 GPGIGAILERSIDMDRGFLSGPMGSGMRERIGSKG NQIFVRNLPFDLTWQKL 559 

Ouerv 249 KQVFKIAGKVQSvDLSLDKEGNSRGFAVIEYDHPVEAVQAISMLDRQMLFDRRMTvRLDR 308 

K+ F G V ++ ++ G S+G + +D P A +A +++ + R + VRLDR 
Sbjct: 560 KEKFSQCGHVWAEIKMEN-GKSKGCGTVRFDSPESAEKACRIMNGIKISGREIDVRLDR 618 

Homology to human protein BAB14421.1 (GenBank Accession Number) 

>dbj |BAB14421.1| (AK023133) unnamed protein product [Homo sapiens] , 
Length =576 

Score = 242 bits (618), Expect = le-62 ,~ Aa .s 
Identities = 206/654 (31%), Positives = 289/654 (43%). Gaps = 160/654 (24%) 

Ouerv 1 MSMDASNSVESREKERDRRGRGAR-GSRFTDADGNGN-GAGSQGGGVAARDRSRERRNCR 58 

+ M+S++++G+++RF +NGG+G RNR 
Sbjct: 52 VKMENDESAKEEKSDLKEKSTGSKKANRFHPYSKDKNSGTGEKKG PNRN-R 101 

Ouerv 59 VYISNIPYDYRWQDLKDLFRRIVGSIEYVQLFFDESGKARGCGIVEFKDPENV'QKALEKM 118 

V+ISNIPYD +WQ +KDL R VG + YV+LF D GK+RGCG+VEFKD E V+KALE M 
Sbjct: 102 VFISNIPYDMKWQAIKDLMREKVGEVTYVELFKDAEGKSRGCGVVEFKDEEFvIQCAIjETM 161 

Query: 119 l^YEVNGRELVVKED-HGEQRDQYGRIVRDGGGGGGGGGGVQGGNGGNNGGGGGGGRDHM 177 

N+Y+++GR L +KED GE + + R GG GG H+ 
Sbjct: 162 NKYDLSGRPLNIKEDPDGENARRASQ--RTGGSFPGG HV 198 

Query 178 DDKDRGFSRi^DDRLSGRNNFNMMSNDYNNSSNYNLYGIiSASFIiESIiGI SGPIiHNKVFVA 237 

D G L NN N+ +N +G L + +FVA 

Sbjct: 199 PDMGSGLMNLPPSIL— NNPNIPPEVISNLQ AGRLGST I FVA 238 

Query 238 NIiDYKVDNKKLKQVFKIAGKVQSVDLSLDKEGNSRGFAVIEYDHPVEAVQAISMIJ3RQML 297 

NLD+KV KKLK+VF +AG V+ D+ DK+G SRG + ++ +EAVQAISM + Q L 
Sbjct: 239 l^DFKVGWKKLKEVFS I AGTVKRADIKEDKDGKSRGMGTVTFEQAI EAVQAI SMFNGQFL 298 

Query: 298 FDRRMTVRLD— RIPDK NEGIKLPEGLGGVGIGLGPNGEPLRDVAHNLPNGGQS 349 
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FDR M V++D + P + + +LP GLGG+G+GLGP G+P+ N+ 
Sbjct: 299 FDRPMHVKMDDKS VPHEEYRSHDGKT PQLPRGLGGI GMGLGPGGQPI S AS QLNI 352 

Query: 350 QGQLLGNAQQGSQLGSVGSQPNS S AVSNATTNLLNNTLTGVMFGNHAAVQ PS PVAPVQKPS 409 

G ++GN G + G FG 
Sbjct: 353 - GGVMGNLGPGGM GMDGPGFGG MNR 376 

Ouery- 410 IX3NNTGSGGL1^NNI J NPSII J AAWGNLGNQG--GI^SNPLLSSSL SNLGLNLGN 461 

+G G GGL N +G G G G L ++SS+ ++G+N G 

Sbjct: 377 I GGGI GFGGLEAMN SMGGFGGVGRMGELYRGAMTS SMERDFGRGDIGINRG- 427 

Ouerv 462 SGNDDNLPPSNVGLSNNYSSGGT^^ 520 

G S GG GG NS + G +G + SSS MG G 

Sbjct: 428 FGD S FGRLGGGMGGMNS VT GGMGMGLDRMS SSFDRMGPGI 467 

Ouerv- 521 GGVGVI)GNDY1OTGNPIjDVYGGGS1^GNSI^GS ANAVGASRKS DT 1 1 1 KNVPI TCTWQTLR 580 
Wy * G+ D + G GG +GS K + I ++N+P TWQ L+ 

Sbjct: 468 GAILERSIDMDRGFIiSGPMGSGM RERIGS KGNQIFVRNLPFDLTWQKLK 516 

Query- 581 DKFREI GDVKFAEI RCTIDVGVVRFFKERDAELAIALMDGSRLDGRNIKV 629 

+KF + G V FAEI + G VRF AE A +M+G ++ GR I V 

Sbjct: 517 EKFSQCGHVl^AEIKMENGKSKGCGTvRFDSPESAEKACRIMNGIKISGREIDV 570 

Score = 72.8 bits (177), Expect = le-11 „^„ An 
Identities = 82/348 (23%), Positives = 133/348 (37%), Gaps = 96/348 (27%) 

Query- 54 RRNCRVYI SNI PYDYRWQDLKDLFRRIVGS IEYVQLFFDESGKARGCGXVEFKDPENVQK 113 

R ++++N+ + W+ LK++F I G+ + + + D+ GK+RG G V F+ + 
Sbjct: 230 RLGSTIFVANLDFKVGWKKLKEVFS - IAGTVKRADIKEDKDGKSRGMGTVTFEQAIEAVQ 288 

Query- 114 ALEKMNRYEVNGRELWKED HGEQRDQYGRIVRDGGGGGGGG- 155 

A+ N + R + VKD HER G++ GGGG 

Sbjct: 289 AI SMFNGQFLFDRPMH^7XMDDKSVPHEEYRSHDGKTPQLPRGLGGIGMGI»GPGGQPI SAS 348 

Query- 156 GGVQG GNGGNNGGGGG GGRDHMDDRDRGF 184 

GGV G G GG N GGG GG M + RG 

Sbjct: 349 QLNI GGVMGNLGPGGMGMDGPGFGGMNRIGGGI GFGGLEAMNSMGGFGGVGRMGELYRGA 408 

Query- 185 SRRDDDRLSGRNNFNMMS NDYNNS SNYNLYGL S AS FLESLG 225 

+R GR + + N L +S+SF + +G 

Sbjct: 409 MT S SKERDFGRGDI GINRGFGDS FGRIX3GGMGGMNSVTGGMGMGLDRMS S S F - DRMGPGI 467 

Query- 226 ISGPLH NKVWANLDYKVDNKKIiKQVFKLAGKVQS 260 

+ SGP+ N++FV NL + + +KLK+ F G V 

Sbjct: 468 GAILERSIDMDRGFLSGPMGSGMRERIGSKGNQIFVRNLPFDLTWQKIjKEKFSQCGHVMF 527 

Query: 261 VDLS LDKEGNSRGF AVI EYDHPVEAVQAI SMLDRQMLFDRRMTVRLDR 308 

+ + + + Q S+G + +D P A +A +++ + R + VRIiDR 
Sbjct: 528 AEIKMEN- GKSKGCGTVRFDS PES AEKACRIMNGIKI SGREIDVRLDR 574 

Score = 68.6 bits (166), Expect = 2e-10 

Identities = 41/114 (35%), Positives = 67/114 (57%), Gaps = 6/114 (5%) 

Query- 20 GRGARGSRFTDADGNGNGAGSQGGGVAARDRSRERRNCRVYI SNI PYDYRWQDLKDLFRR 79 

G GA R D D G +G G G+ R+R + N ++++ N+P+D WQ LK+ F + 
Sbjct- 466 GIGAILERSIDMD-RGFLSGPMGSGM — RERIGSKGN-QIFVRNLPFDLTWQKLKEKFSQ 521 



Query: 80 IVG S I EYVQLF FDE S GKARGCG I V12FKD PEIWQKALEKMNRYEVNGRED VVKED 133 
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G + + ++ E+GK++GCG V F PE+ +KA MN +++GRE+ V+ D 
Sbjct: 522 C-GHVMFAEIKM-ENGKSKGCGTVRFDSPESAEKACRIMNGIKISGREIDVRLD 573 

Homology to human protein NP057216.1 (GenBank Accession Number) 

reflNP 057216.1 | (NM_016132) myelin gene expression factor 2 [Homo sapiens] 
gb|AAD43038.l| (AF106685) myelin gene expression factor 2 [Homo sapiens] 
Length =547 

Score = 238 bits (607), Expect = 2e-61 , cn/CCQ „,n 

Identities = 204/659 (30%) . Positives = 295/659 (43%) , Gaps = 150/659 (22%) 

Ouerv 3 MDASNSVESREKERDRRGRGAR-GSRFTDADGNGN-GAGSQGGGVAARDRSRERRNCRVY 60 
U Y * M+ s + + + + G++ +RF + N G G + G RN RV+ 

Sbjct: 1 MENDESAKEEKSDLKEKSTGSKKANRFHPYSKDKNSGTGEKKG PNRN-RVF 50 

Ouerv 61 ISNIPYDYRWQDLKDLFRRIVGSIEYVQLFFDESGKARGCGIVEFKDPENVQKALEKMNR 120 
Query. 6i +w £ +KDL R VG + YV + LF D GK+RGCG+VEFKD E V+KALE MN + 

Sbjct: 51 I SNI PYDMKWQAI KDLMREKVGEVT YVELFKDAEGK S RGCGVVEFKDEEFVKKAL ETMNK 110 

Ouerv- 121 YEVNGRELVWFJ3HGEQRDQYGRIVRDGGGGGGGGGGVQGGNGGNNGGGGGGGRDHMDDR 180 

Y+++GR + +KED + ++RG QG++GG 
Sbjct: 111 YDLSGRRVNIKEDPDGENARRA-LQRTGTS FQGSHASDVGSG 151 

Ouerv 181 DRGFSRRDDDRLSGRNOTKMMSNDYl^SSNYl^YGLSASFLESLGISGPLHNKVFVANLD 240 
* N+ + NN + + + +L +G L + +FVANLD 

Sbjct: 152 LVNLPPSILNNPN IPPEVISNLQ-AGRLGSTIFVANLiD 188 

Ouerv 241 YKVDNKKLKQVFKIjAGKVQSVDL SLDKEGNSRGF AVT EYDHPVEAVQAI SMLDRQMLFDR 300 

+KV KKLK+VF +AG V++ DK+G SRG + ++ +EAVQAISM + Q LFDR 

Sbjct: 189 FKVGWK^KEWS I AGTVKAGS YKEDKDGKSRGMGTVTFEQ AI EAVQAI SMFNGQFLFDR 243 

Ouerv 301 RMTVRLD ripdkNEGIKLPEGLGGVGIGLGPNGEPLRDVAHNLPNGGQSQG 351 

M V++D R PD + +LP GLGG+G+GLGP G+P+ N+ G 
Sbjct: 249 PMHVKMDDKSVPHEEYRSPD-GKTPQLPRGLGGIGMGLGPGGQPISASQLNI G 300 

Query: 352 QLLGNAQQGSQLGSVGSQPNSSAVSNATTl^IiNl^TGVMFGNHAAVQPSPvAPVQKPSLiG 411 

++GN G + G PG _ +G 

Sbjct: 301 GVMGNLGPGGM GMDGPGFGG MNRIG 325 

Ouerv 412 NNTGSGGLNLNNLNPSILAAWGHLGNQG--GNLSNPLLSSSLS NLGLNLGNSG 463 

G GGL N +G G G G L ++SS+ ++GL+ G 

Sbjct: 326 GGIGFGGLEAMN SMGGFGGVGRMGELYRGAMTS SMERDFGHRDIGLSRGFGD 377 

Ouerv 464 NDDNLPPSNVGLSNNYSSGGTGGGNSYSSGNNYSGGGGSSN LGYNAYSSS-GG 515 

+ L + +G +G G N G+ SGG GS N +G + SSS 

Sbjct: 378 SFGRLGSAMIG GITGRIGSSNMGPVGSGISGGMGSMNSVTGGMGMGLDRMSSSFDR 433 

Ouerv- 516 MGGGNGGVGVBGITOYNTGNPLDWGGGSNVGNS1WGSANAVGASRKSDTIIIKNVPITCT 575 

MGGG+ D + G GG +GS K + I ++N+P T 

Sbjct: 434 MGPGIGAILERSIDMDRGFLSGPMGSGM— RERIGS KGNQIFVRNLPFDLT 482 

Ouerv- 576 WQTLRDKFREIGDVKFAEI RGNDVGWRFFKFRDAELA1ALMDGSRLDGRNIKV 629 

WQ L++KF + G V FAEI + G VRF AE A +M+G ++ GR I V 

Sbjct- 483 WQKLKEKFSQCGHVMFAEIKMENGKSKGCGTVRFDSPESAEKACRIMNGIKISGREIDV 541 



WO 03/092715 



33/51 



10/511627 

PCT/EP03/04650 



Score =68.6 bits (166), Expect = 2e-10 

Identities = 41/114 (35%), Positives = 67/114 (57%), Gaps = 6/114 (5%) 

Query: 20 GRG ARG S RFTD ADGNGNG AG S QGGGVAARDRS RERRNC RVYI SNI P YD YRWQDLKDL FRR 79 

G GA R D D G +G G G+ R+R + N ++++ N+P+D WQ LK+ F + 
Sbjct: 437 GIGAILERSIDMD-RGFLSGPMGSGM — RERIGSKGN-QIFVRNLPFDLTWQKLKEKFSQ 492 

Query: 80 rVGSIEWQLFFDESGKARGCGIVEFKDPENVQKALEK*^ 133 

G + + ++ E+GK++GCG V F PE+ +KA MN +++GRE+ V+ D 
Sbjct: 493 C -GHVMFAEIKM- ENGKSKGCGTVRFDS PESAEKACRIMNGIKI SGREIDVRLD 544 



Score = 55.5 bits (132), Expect = 2e-06 

Identities = 41/157 (26%), Positives = 69/157 (43%), Gaps = 11/157 (7%) 

Query: 152 GGGGGGVQGGNGGNNGGGGGGGRDHMDDRDRGFSRRDDDRLSGRNN^ 211 

G G G+ GG G N GG G +D F R G ++ + + 

Sbjct: 400 GPVGSGI SGGMGSMNSVTGGMGMG- LDRMS S SFDRM GPGIGAILERSIDMDRGF 452 

Query: 212 NLYGL S ASFLESLGI SGPLHNKVFVAMjDYKVDNKKLKQVFKLAGKVQ SVDLSLDKEGNS 271 

+ + E +G G N++FV NL + + +KLK+ F G V ++ ++ G S 
Sbjct: 453 LSGPMGSGMRERIGSKG NQIFVRNLPFDLTWQKLKEKFSQCGHVMFAEIKMEN-GKS 508 

Query: 272 RGFAVI EYDHPVEAVQ AI SMLDRQMLFDRRMTVRLDR 308 

+G + +D P A +A +++ + R + VRLDR 
Sbjct: 509 KGCGTVRFDS PESAEKACRIMNGIKI SGREIDVRLDR 545 



Figure 15B. Multiple Sequence Alignment (ClustalW 1.83) 

CG9373 Dm 

KIAA1341 Hs PLSRSEPLSSGGRGGGSGGGMADANKAEVPGATGGDSPHLQPAEPPGEPRREPHPAEAEK 

MyEF-2 Hs 

FLJ13071 Hs MADANKAEVPGATGGDSPHLQPAEPPGEPRREPHPAEAEK 

CG9373 Dm MSMDASNSVESREKERDRRGRGARGSRFTDADGNGNGAGSQGGGVAARDRSRERRNC 

KIAA1341 Hs QQPQHS S S SNGVKMENDES AKEEKSDLKEKSTGSKKANRFHPYSKDKNSGTGE^^ 

MyEF-2 Hs MENDESAKEEKSDLKEKSTGSKKANRFHPYSKDKNSGTGEK3CGPNRN 

FLJ13071 Hs QQPQHS SSSNGVKMENDESAKEEKSDLKEKSTGSKKANRFHPYSKDKNSGTGEKKGPNRN 

CG9373 Dm RVYI SNI PYDYRWQDLKDLFRRIVGSIEYVQLFFDESGKARGCGIVEFKDPENVQKALEK 
KIAA1341 Hs RVF I SNI PYDMKWQAIKDLMREKVGEVTYVELFKDAEGKSRGC 
MyEF-2 Hs RVF I SNI PYDMKWQAIKDLMREKVGEVTYVELFKDAEGKSRGCGVVEFK^ 
FLJ13071 Hs RVFISNIPYDMK^QAJKDLMREKVGEVTYVELFKDA^GKSRG^ 

CG9373 Dm MNRYEWGRELWKEDHGEQRDQYGRrVRDGGGG^ 

KIAA1341 Hs MNKYDLSGRPLNIKEDPDGENARR ALQRTGGS FPGGHVPDMGSG 

MyEF-2 Hs MNKYDLSGRRVNIKEDPDGENARR ALQRTGTSFQGSHASDVGSG 

FLJ13071 Hs MNKYDLSGRPLNIKEDPDGENARR ASQRTGGS FPGGHVPDMGSG 

CG9373 Dm DDRDRGFSRRDDDRL SGRNNFNMMSNDYNNSSNYNLYGLS ASFLESLGI SGPLHNKVFVA 

KIAA1341 Hs LMNLPPS ILNNPNT PPEVI SNLQ AGRLGSTIFVA 

MyEF-2 Hs LVNLPPSILNNPNI PPEVI SNLQ AGRLGSTIFVA 

FLJ13071 Hs LMNLPPS ILNNPNI PPEVI SNLQ AGRLGSTIFVA 
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CG9373 Dm OTjDYKVDNKKLKQVFKLAGKVQSVDLSLDKEGNSRGF AVI EYDHPVEAVQAI SMLDRQML 
KIAA1341 Hs NLDFKVGWKKLKEVF S I AGTVKRADI KEDKDGKSRGMGTVTFEQAI EAVQ AI SMFNGQFL 
MyEF-2 HS NLDFKVGWKKLKEVFSIAGTVKAGSYKEDKDGKSRGMGTVT 

FLJ13071 Hs NLDFKVGWKKLKEVF S I AGTVKRADI KEDKDGKSRGMGTVTFEQAI EAVQ AI SMFNGQFL 

CG9373 Dm FDRRMTVRLDRIPDKNEGIK LPEGLGGVGIGLGPNGEPLRDVAHNL PNGGQS 

KIAA1341 Hs FDRPMHVKMDDKSVPHEEYRSHDGKTPQLPRGLGGI GMGLGPGGQ PI S ASQLNI G 

MyEF-2 HS FDRPMHVKMDDKSVPHEEYRSPDGKTPQLPRGLGGIGMGLGPGGQPIS ASQLNI G 

FLJ13071 Hs FDRPMHVKMDDKSVPHEEYRSHDGKT PQL PRGLGGI GMGLGPGGQPI S ASQLNI G 

CG9373 Dm QGQLLGNAQQGSQLGSVGSQPNSSAVSNATTNLLNNLTG-VMFGNHAAVQPSPVAPVQKP 

KIAA1341 Hs GVMGNLG — PGGMGMDGPGFGGMNRIGGGIGFGGLEAMN- ; 

MyEF-2 HS GVMGNLG — PGGMGMDGPGFGGMNRIGGGIGFGGLEAMN 

FLJ13071 HS GVMGNLG — PGGMGMDGPGFGGMNRIGGGIGFGGLEAMN 

CG9373 Dm SLGNNTGSGGLNLNNLNPS I LAAWGNLGNQGGNLSNPLL S S SL SNLGLNLGNSGNDDNL 
KIAA1341 Hs SMGGFGGVG — RMGELYRGAMTSSMERDFGRGDIGINRGFGDSFGRLGSAM-IGGFAGRI 
MyEF-2 Hs SMGGFGGVG — RMGELYRGAMTSSMERDFGHRDIGLSRGFGDSFGRLGSAM-IGGITGRI 
FLJ13071 Hs SMGGFGGVG- -RMGELYRGAMTSSMERDFGRGDIGINRGFGDSFGRLG 

CG9373 Dm PPSNVGLSNNYSSGGTGGGNSYSSGNNYSGGGGSSNLGYNAYSSSGGMGGGNGGVGVDGN 

KIAA1341 Hs GS SNMGPVGSGI SGGMGSMNSVTGGMGMGLDRMS S S FDR MGPGIGAILERSI 

MyEF-2 Hs GS SNMGPVGSGI SGGMGSMNSVTGGMGMGLDRMSS SFDR MGPGIGAILERSI 

FLJ13071 Hs GGMGGMNSVTGGMGMGLDRMS S S FDR MGPGIGAILERSI 

CG9373 Dm DYNTGNPLDVYGGGSNVGNSNVGSANAVGASRKSDTIIIKNVPITCTWQTLRDKFREIGD 

KIAA1341 Hs DMDRG FLSGPMGSGMRERIGSKGNQIFVRNLPFDLTWQKLKEKFSQCGH 

MyEF-2 Hs DMDRG FLSGPMGSGMRERIGSKGNQIFVRNLPFDLTWQKLKEKFSQCGH 

FLJ13071 HS DMDRG FLSGPMGSGMRERIGSKGNQIFVRNLPFDLTWQKLKEKFSQCGH 

CG9373 Dm VKFAEIRGND VGWRF FKERDAEDAI ALMDGSRLDGRNIKVTYF 

KIAA1341 HS VMFAEIKMENGKSKGCGTVRFDSPESAEKACRIMNGIKISGREIDVRLDRNA 
MyEF-2 Hs VMFAEIKMENGKSKGCGTVRFDS PESAEKACRIMNGI KI S GREIDVRLDRNA 
FLJ13071 Hs VMFAEIKMENGKSKGCGTVRFDS PESAEKACRIMNGI KIS GREIDVRLDRNA 
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Figure 17. Triglyceride content of a Drosophila cpo (GadFly Accession Number 
CG18434) mutant 
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Figure 19. Homology of Drosopila cp<? (GadFIy Accession Number CG31243 and 
CG18434) to human RNA binding proteins with multiple splicing 

Figure 19A. Multiple Sequence Alignment (ClustalW 1.83) 

cpo Dm LVKIANYQDLLGSHHQLLIAATAAAAAAAAAEPQLQLQHLLPAAPTTPAVISNPINSIGP 

NP_006858 Hs 

IPI00161102 Hs 

cpo Dm INQISSSSHPSNNNQQAVFEKAITISSIAIKRRPTLPQTPASAPQVLSPSPKRQCAAAVS 

NP_006858 Hs 

IPI00161102 Hs 

C po Dm VLPVTVWPVPVSVPLPVSVPVPVSVKGHPISHTHQIAHTHQISHSHPISHPHHHQLSFA 

NP_006858 Hs 

IPI00161102 Hs 

cpo Dm HPTQFAAAVAAHHQQQQQQQAQQQQQAVQQQQQQAVQQQQVAYAVAASPQLQQQQQQQQH 

NP_006858 Hs 

IPI00161102 Hs 

cpo Dm RLAQFNQAAAAALLNQHLQQQHQAQQQQHQAQQQSLAHYGGYQLHRYAPQQ QQQHI LLS S 

NP_006858 Hs 

IPI00161102 Hs 

cpo Dm GSSSSKHNSNNNSNTSAGAASAAVPIATSVAAVPTTGGSLPDSPAHESHSHESNSATASA 

NP__006858 Hs 

IPI00161102 Hs 

cpo Dm PTT PS PAGSVTS AAPTATATAAAAGS AAATAAATGTPATSAVSDSNNNLNS S S S SNSNSN 

NP__006858 HS MNNGGK 

IPI00161102 Hs 

cpo Dm AIMENQMALAPIiGLSQSMDSVNTASNEEEVRTLFVSGLPMDAKPRELYLLFRAYEGYEGS 

NP_006858 Hs AEKENTPSEANL QEEEVRTLFVSGLPLDIKPRELYLLFRPFKGYEGS 

IPI00161102 Hs QVRTIiFVSGLPVDIKPRELYLLFRPFK 

cpo Dm LLKWSKNGKTASPVGFWFHTRAGAEAAKQ 

NP_006858 Hs LIKLTSKQ PVGFVSFDSRSEAEAAKNALNGIRFDPEIPQTLRIiEFAKANTKMAKN 

IPI00161102 Hs PVGFVT FDSRAGAEAAKNALNGIRFDPENPQTLRLjEFAKANTKM2^KS 

cpo Dm KPQPNTATTASHPAIjMHPIiTG HLGGPFFPGGPELWHHPLAYSAAAAAELPG 

NP__0 06858 Hs KLVGTPNPSTPLPNTVPQFIAREPYELTVPALYPSSPEVWAPYPLYPAELAPALPPPAFT 
IPI00161102 Hs KLMATPNPSNVHPALGAHFIARDPYDLMGAALI PASPEAWAPYPLYTTELTPAI SHAAFT 



cpo Dm AAALQHATLVHPAIiHPQVP VRSYL 

NP_006858 Hs YP ASLHAQMRWLPPSEATSQGWKSRQFC 

IPI00161102 Hs YPTATAAAAADHAQVRWYPS SDTTQQGWKYRQFC 
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FIGURE 19B. Amino acid sequence encoded by Drosophila gene CG31243 (GadFly 
Accession Number), SEQ ID NO:l 

>CG31243-PA (AE003720) [gene_syn=CG31243] [prot_desc=CG31243 gene product 
from transcript CG31243-RA] 

1 LVKIANYQDL LGSHHQLLIA ATAAAAAAAA AEPQLQLQHL LPAAPTTPAV ISNPINSIGP 
61 INQISSSSHP SNNNQQAVFE KAITISSIAI KRRPTLPQTP ASAPQVLSPS PKRQCAAAVS 
121 VLPVTVPVPV PVSVPLPVSV PVPVSVKGHP I SHTHQI AHT HQISHSHPIS HPHHHQLSFA 
181 HPTQFAAAVA AHHQQQQQQQ AQQQQQAVQQ QQQQAVQQQQ VAYAVAASPQ LQQQQQQQQH 
241 RLAQFNQAAA AALLNQHLQQ QHQAQQQQHQ AQQQSLAHYG GYQLHRYAPQ QQQQHILLSS 
301 GSSSSKHNSN NNSNTSAGAA SAAVPIATSV AAVPTTGGSL PDSPAHESHS HESNSATASA 
361 PTTPSPAGSV TSAAPTATAT AAAAGSAAAT AAATGTPATS AVSDSNNNLN SSSSSNSNSN 
421 AIMENQMALA PLGLSQSMDS VNTASNEEEV RTLFVSGLPM DAKPRELYX.L FRAYEGYEGS 
481 LLKVTSKNGK T AS PVGFVTF HTRAGAEAAK QDLQGVRFDP DMPQTIRLEF AKSNTKVSKP 
541 KPQPNTATTA SHPALMHPLT GHLGGPFFPG GPELWHHPLA YSAAAAAEIiP GAAALQHATL 
601 VHPALHPQVP VRSYL 
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Figure 21. Triglyceride content of a Drosophila Jafracl (GadFly Accession Number 
CG1633) mutant 
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Figure 23. Homology of Drosopila Jafracl (GadFly Accession Number CG1633) to 
human peroxiredoxin 1 and human peroxiredoxin 2 (similar to peroxiredoxin 1) 

Figure 23 A. BLAST? results for Jafracl 

Homology to human protein XP_009063.2 (GenBank Accession Number) 

ref |XP_009063.2 1 (XM_0Q9063) peroxiredoxin 2 [Homo sapiens] 
Length = 198 

Score = 283 bits (723), Expect = 9e-76 

Identities = 134/188 (71%), Positives = 157/188 (83%) 

Query: 3 QLQKP APAFACTAVVNGVFKDI3ECLSDYKGKYLVLFFYPIiDFTFVC PTE! IAFSESAAEFR 62 

++ KPAP F TAW+G FK++KLSDYKGKY+ VLFFY PLDFTFVCPTEI IAFS A +FR 
Sbjct: 7 RIGKPAPDFKATAWDGAFKEVKLSDYKGKYWLFFYPLDFTFVC PTEI I AF SNRAEDFR 66 

Query: 63 KINC EVI GC STDS QFTHL AWINT PRKQGGLGSMDI PLLADKSMKVARDYGVLDEETGI PF 122 

K+ CEV+G S DSQFTHLAWINTPRK+GGLG ++IPLLAD + ++ + DYGVL + GI + 
Sbjct: 67 KIiGCEVLGVSVDSQFTHLAWINTPRKEGGLGPI^IPLLADW 126 

Query: 123 RGLFI IDDKQNLRQITVNDL PVGRSVEETLRLVQAFQYTDKYGEVCPANl^PGQKTMVAD 182 

RGLFIID K LRQITVNDLPVGRSV+E LRLVQAFQYTD++GEVCPA WKPG T+ + 
Sbjct: 127 RGIiF I IDGKGVLRQITVNDLPVGRSVDEALRLVQAFQYTDEHGEVC P AGWKPGSDT IKPN 186 

Query: 183 PTKSKEYF 190 
SKEYF 

Sbjct: 187 VDDSKEYF 194 



Homology to human protein NPJ>02565.1 (GenBank Accession Number) 

ref |NP_002565.1| (NM_002574) peroxiredoxin 1; Proliferation-associated gene 
A; 

proliferation-associated gene A (natural killer- enhancing factor A) [Homo 
sapiens] 

ref |XP_001393.2| (XM_001393) peroxiredoxin 1 [Homo sapiens] 
Length = 199 

Score = 281 bits (718) , Expect » 3e-75 

Identities = 135/185 (72%), Positives = 154/185 (82%), Gaps = 1/185 (0%) 

Query: 7 PAPAFAGTAW-NGVFKDIKLSDYKGKYLVLFFYPLDFTFVCPTEIIAFSESAAEFRKIN 65 

PAP F TAV+ +G FKDI LSDYKGKY+V FFYPLDFTFVCPTEIIAFS+ A EF+K+N 
Sbjct: 11 PAPNFKATAVMPDGQFKDI SLSDYKGKYWFFFYPLDFTFVCPTEI I AFSDRAEEFKKLN 70 

Query: 66 CEVT GC S TD SQFTHLAWINTPRKQGGLGSMDI PLLADKSMKVARDYGVLDEETGI PFRGL 125 

C+VTG S DS F HLAW+NTP+KQGGLG M+IPL++D +A+DYGVL + GI FRGL 
Sbjct: 71 CQVIGASVl}SHFCHIAW\nOTPKKQGGL 130 

Query: 126 FIIDDKQI^RQITVNDLPVGRSVEETLRLVQAFQY 185 

FIIDDK LRQITVNDLPVGRSV+ETLRLVQAFQ+TDK+GEVCPA WKPG T+ D K 
Sbjct: 131 FIIDDKGILRQITVNDLPVGRSVDETLRLVQAFQFTDKHGEVCPAGWKPGSDTIKPDVQK 190 

Query: 186 SKEYF 190 
SKEYF 

Sbjct: 191 SKEYF 195 
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Figure 23B. Multiple Sequence Alignment (ClustalW 1.83) 

Jafracl Dm MP QLQKPAPAFAGTAW-NGVFKDIKLSDYKGKYLVLFFYPLDFTFVCPTEIIAFS 

PRDXl Hs MSSGNAKIGHPAPI^KATAVMPDGQFKDISLSDYKGKYVVFFFYPLDFTFVCPTEIIAFS 
PRDX2 Hs MASGNARI GKPAPDFKATAW- DGAFKEVKLSDYKGKYWLFFYPLDFTFVC PTEIIAF S 

Jafracl Dm ESAAEFRKINCEVIGCSTDSQFTHLAWINTPRKQGG 

PRDX1 Hs DRAEEFKKLNCQVI GAS VDSHFCHLAWVNTPKKQGGLGPMNI PLVSDPKRT I AQDYGVLK 
PRDX2 HS NRAEDFRKLGCEVTjGTtfSVDSQFTHLAWINTP 

Jafracl Dm EETGI PFRGLFI IDDKQNIiRQITVNDL PVGRS VEETLRLVQAFQYTDKYGEVC PANWKPG 
PRDX1 Hs ADEGI S FRGLFI IDDKGI LRQI TVISfDLPVGRSVDETLRLVQAFQFTDKHGEVC PAGWKPG 
PRDX2 Hs TDEGI AYRGLFI I DGKGVLRQI TVNDL PVGRSVDEALRLVQAFQYTDEHGEVC PAGWKPG 

Jafracl Dm QKTMVADPTKSKEYFETTS 
PRDX1 Hs SDTIKPDVQKSKEYFSKQK 
PRDX2 Hs SDTIKPNVDDSKEYFSKHN 
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Figure 25. Triglyceride content of a Drosophila CG14440 (GadFIy Accession Number) 
mutant 




PX-control PX10162.1 
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Figure 27. BLASTP results for CG14440 (GadFly Accession Number) 
Homology to human protein NPJ>60000.1 (GenBank Accession Number) 

ref |NP_060000.1 1 (NML.017530) hypothetical protein LOC55565 [Homo sapiens] 
Length =370 

Score =77.4 bits (189), Expect = 2e-13 

Identities = 41/106 (38%), Positives = 62/106 (57%) 

Query: 195 QGQSSRAQKAARRRSNESI EARERRLERNAARMRDKRAKE S EAEYRVRLAK13AEANRVRR 254 

+ Q+ +K A RR NE +E R +RX.ER + +R E+ E VR ++ EA R++R 

Sbjct: 207 EAQTPSVRKWALRRQNEPLEVRLQRLERERTAKKSRRD^ 2 66 



Query: 255 QNETEVQRTLRLMKNAARQRIjRRASETVBERKKRXiAKAAERMRIAR 300 

ET+ QR RL ++ RL+RA+ET E+R+ RL + E R+ R 
Sbjct: 267 MQETDEQRARRLQRDREAMRLKRANETPEKRQARIiIREREAKRLKR 312 
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